Abstract: Protein data base SWISSPROT was tested in the search for palindrome sequences in primary structure of polypeptides. The obtained results indicate that palindrome words are present in protein structure and there is a number of them. Half of the length of the longest palindrome was 76 and in accordance with expectations the shorter the length of the palindrome the greater number of them has been determined.
INTRODUCTION
Palindrome is a word or phrase which reads the same backwards as forwards, for example radar [1] , Palindromic sequences among nucleic acids are well known and of utmost importance [2] [3] [4] [5] [6] . Restriction endonucleases, discovered in late sixties, usually recognize palindromic sequences of DNA and after the recognition they cleave the DNA [1] . Restriction enzymes which recognize specific sequences of DNA are widely exploited in laboratories for gene isolation and cloning, genetic recombination, examining of chromosome structure, and sequencing of long DNA fragments [1, [7] [8] [9] [10] . Some nuclear receptors recognize as their target palindromic sequences of DNA [11] [12] [13] [14] [15] [16] . For example the nuclear glucocorticoid receptor recognizes a palindromic fragment of human DNA [17, 18] . Moreover palindromic sequences are present in telomeres and are necessary for initiation of DNA replication therein [19, 20] , All in all palindromic sequences of DNA were studied in depth and their role is quite well understood [1] [2] [3] [4] [5] [6] [7] [8] [9] [10] [11] [12] [13] [14] [15] [16] [17] [18] [19] [20] . On the other hand the presence of palindromic sequences in primary structure of proteins has not gained as much attention [21, 22] . Therefore an attempt to search for palindromic sequences in polypeptides have been undertaken.
METHODS
Protein database, SWISSPROT [23] , was chosen to be examined during the search for palindromic sequences. A computer program which was searching for palindromic words was written based on an algorithm: -if yes write the name of the protein and the position of the beginning and the end of a palindrome, move to next step (number 5), -if no move to next step (number 5), 5. move the starting position of one aminoacid and repeat 4 until the end of polypeptide chain is reached, 6. increment by one LG and go to step 3 (until LG is lower than 6), 7. decrement by one LH and go to step 3 (until LH is greater than 2), 8. after checking one protein sequence check the next protein.
RESULTS
The number of observed palindromes in sequence of proteins and half of the length of these palindromes are presented in Table I . The Chart 1 presents the number of palindromes in logarithmic scale versus their half-lengths. 
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DISCUSSION AND CONCLUSIONS
The obtained results indicate that in primary structure of polypeptides one can observe palindromic sequences of various length. As could be expected the shorter the palindrome the more frequently it occur. The longest palindrome sequences are monotonous -they are build from one or two aminoacids. The role of palindromes for structure or function of the protein remains still unclear and definitely deserves further examination. Whether their presence is caused by accident or these palindromic sequences are underlying some structural or functional features is currently under investigation and further results are to be published soon. All in all palindromic words of aminoacids do exist in the sequence of proteins and examining of their role would be an exciting challenge.
